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CD14+ CD16+ monocytes in SJS/TEN
CD14+ CD16+ monocyte lineage cells contribute to the epi-
dermal damage characteristic of Stevens–Johnson syndrome 
and toxic epidermal necrolysis (SJS/TEN). Immunostaining of 
cryosections from 11 SJS/ TEN skin lesions revealed numerous 
CD14+ monocytes located along the dermoepidermal junc-
tion and throughout the epidermis. CD14+ CD16+ cells were 
identified in very early lesions without epidermal damage, 
suggesting that their infiltration is a cause, rather than a result, 
of epidermal damage. Moreover, these cells expressed CD80, 
CD86 and CD137 ligand, indicative of their ability to facilitate 
the proliferation and cytotoxicity of CD8+ T cells. CD16+ cells 
infiltrating the epidermis increased depending on the grade of 
epidermal damage. Br J Dermatol 2012; 166: 322–30.
Novel genes in seborrhoeic keratosis
Nineteen differentially expressed genes were identified in 
patients with seborrhoeic keratoses (SKs). Expression of 
ΔNp63a, the most abundantly expressed p63 isoform, was 
significantly increased in SK as compared with normal skin. 
Moreover, siRNA-mediated knockdown of ΔNp63 led to 
the downregulation of 11 genes, including a member of the 
tensin family TNS4. Chromatin immunoprecipitation assay 
revealed that TNS4 was a target gene of p63. Although fur-
ther studies are needed to understand the complex role of p63 
in tumorigenesis, these data provide a novel insight into the 
molecular basis of benign skin lesions and into the role of p63 
family members in SK. Br J Dermatol 2012; 166: 337–42.
GST genotype and PUVA sensitivity
Ibbotson et al. investigated glutathione S-transferase (GST) 
genotype in patients starting PUVA (n = 111) and the effects 
of 8-methoxypsoralen (8-MOP) on antioxidant responsive 
element (ARE)-regulated gene expression in mammalian 
cells. Lower minimal phototoxic doses (P = 0·022) and 
higher serum 8-MOP concentrations (P = 0·052) were seen 
in GSTM1-null allele homozygotes compared with patients 
with one or two active alleles. In a subset of patients with 
psoriasis (n = 50), the GSTM1 genotype was not associated 
with PUVA outcomes, although GSTT1-null and GSTP1b 
genotypes were associated with clearance of psoria-
sis in this patient group. Exposure of mammalian cells to 
8-MOP induced gene expression via the ARE, a regulatory 
sequence in promoters of cytoprotective genes including 
GSTs, suggesting that these genes may be implicated in 
8-MOP metabolism. Br J Dermatol 2012; 166: 380–88.
Altered microRNA expression in  
mycosis fungoides
Determination of microRNA profile may be helpful in the 
prognostic assessment of patients with mycosis fungoides 
(MF). MicroRNA expression (miR-15a, miR-16, miR-155, 
let-7a, let-7d and let-7f) was analysed in biopsies from 
43 patients with MF and 23 controls. Only MiR-155 was 
found to be slightly overexpressed in MF compared with 
healthy controls. Early MF showed a higher level of all ana-
lysed microRNAs after normalization against RNU48 level, 
whereas metastatic MF demonstrated lower concentrations 
of let-7a, let-7d and let-7f when compared with MF limited 
to the skin. The univariate survival analysis and multivari-
ate Cox’s regression model revealed that the level of let-7a 
expression was an independent prognostic indicator. Br J 
Dermatol 2012; 166: 331–36.
